The PARSESNP (http://blocks.fhcrc.org/proweb/input/) and Blockmaker (Henikoff et al. 2000) programs were used to generate a set of blocks/motifs, which were used for effect prediction of nucleotide changes using the Position-Specific Scoring Matrix (PSSM) and Sorting Intolerant From Tolerant (SIFT) scores. Only nucleotide changes that occured within these blocks were assessed by the PSSM algorithm (81 of the 106 non-synoymous mutations). PSSM differences above 10 and SIFT scores below 0.05 are predicted to be deleterious.
Figures
Supplementary Figure S1 : Phylogenetic analysis of CER-C related proteins across monocot species available at Phytozome and EnsemblPlants. The Triticeae-specific clade including CER-C (MLOC_59804.1) is shown in blue; while the monocot clade excluding rice is in green and the monocot clade including rice is in yellow. For detailed description of species used, alignment and tree construction methods see Materials and Methods.
Supplementary Figure S2 : Phylogenetic analysis of CER-Q related proteins across monocot species available at Phytozome and EnsemblPlants. The Triticeae-specific clade including CER-Q (MLOC_13397.1) is shown in blue; the monocot clades excluding rice are shown in green and pink; and the monocot clade including rice is in yellow. For detailed description of species used, alignment and tree construction methods see Materials and Methods.
Supplementary Figure S3 : Phylogenetic analysis of CER-U related proteins across monocot species available at Phytozome and EnsemblPlants. The Triticeae-specific clade including CER-U (AK373499) is shown in blue; while the monocot clade excluding rice is in green and the monocot clade including rice is in yellow. For detailed description of species used, alignment and tree construction methods see Materials and Methods.
